Cell lines and culturing conditions. Melanoma cell lines were kindly provided by Dr.
Further data analysis was done in Excel. On the graphical representations of PCR quantification, the error bars represent the difference between the mean RQ (relative quantity) values and the maximum or the minimum values (+ error and -error, respectively).
Gene expression values were determined with the Ct method using ABI's softwares. To control for variations in DNA amount between wells, GAPDH was used as the internal control.
For the microarray validation PCRs on gene transcripts, DMSO-treated samples were used as the reference for data normalization. The graphs represent mean RQ values after such normalization. For ChIP-qPCR, DMSO treated samples from total histone H3 pulldown was used to normalize all DMSO ChIP data, and C646-treated samples from total H3 pulldown was used to normalize all C646 samples. This was done to account for any differences in the amount of chromatin pulled down by the H3 antibody between DMSO-and C646-treated cells.
Therefore, data from ChIP-qPCR were represented as %total H3, which were equal to mean RQ*100.
Chromatin immunoprecipitation. ChIP was performed based on a published protocol (O'Geen, Frietze and Farnham, 2010) . Formulations for all buffers are taken from the protocol.
Briefly, the cells were cross-linked with 0.37% formaldehyde for 10 min at room temperature (RT) with agitation. Nuclei were initially released by lysing the cells on ice for 15-30min followed by centrifugation at 430xg for 5 min at 4 o C. The nuclei were then lysed on ice for an additional 30 min. Vigorous pipetting during the two lysis steps was sufficient to break up the cells. The chromatin was sheared using the Bioruptor (Diagenode) at the high power setting for 30 min with a 30-sec pulse followed by a 1.5-min cool down between cycles. The immunoprecipitation was conducted overnight at 4 o C with antibodies against acetylated H3, total H3, and p300.
Approximately 10% of the total chromatin for one ChIP was saved as the input before the IP.
The bound chromatin was collected with magnetic Protein G beads and washed. The cross-link was reversed in 0.54 M NaCl, and the DNA was then purified with a PCR clean up kit and redissolved in 50 l H 2 O. Each PCR reaction used 1 l of the DNA. Finally, the cells were rinsed 3 times with 0.5% BSA/PBS and once with PBS alone. The slides were mounted using VECTASHIELD Mounting Medium with DAPI (#H-1200, Vector Labs) and examined under 40× magnification using a Nikon Eclipse E400 microscope equipped with a RTKE SPOT digital camera (Diagnostic Instruments, Inc.). FITC and DAPI images were overlapped using the Advanced SPOT software. Supplementary Table   Table S3 . Reverse  FAM111B  CAAATCCAGAGCGGCGGGCA  ACAGGTGTGTCAGCATGTGTCTGC  HIST1H2BB TTCTCGCCTGGCTCACTACA  GCACAGCCGTCTGAATCTCC  UHRF1  AGACAAGCTGTTCGCGGCGA  TGGCCGTCCTCCATCTGTTTGC  CCNE2  GGTAGCTGGTCTGGCGAGGT  ATTCCGTCTGGCTGGGCTGG  CCNA2  GTCACCACATACTATGGACATG  AAGTTTTCCTCTCAGCACTGAC  DEPDC1  TGCCTAGCAAATTGGCCAAGAAGCA ACTGTGATGTAGCCACAAACAACCA  XRCC2  GAATGGCGTTGGTGGCGGGA  AGTCGGGCAAGGAGCTCGGT  BRCA2  GCAGACCCAGCTTACCTTGAGGGTT ACGCAACTTCCACACGGTTGTGA  RAD51  GGCGGGAATTCTGAAAGCCGC  TGCCATTACTCGGTCCGCAGCG  BLM  AGCACATTGTGTCAGTCAGTGGGG  GTGGCCGTAAGAGCCATCACCG  RPA2  AGTAGCCAGAGCGGCGCAGT  GCTGGGCTCGGGCTCTTGATTTC  TIMP3  AAAGGAGGGGCCCTTCGGCA  GACGCGACCTGTCAGCAGGT  TRIM38  TGCGAAGACGAGGGGCAGCT  GGAGCTTTTCCTTGTAGCCCTGGC  PRSS35  ACCAAACAAGCCTGGCAGGACA  TGCCTCAAATGCGGGGCTGG  MIR34A  GCCAGCTGTGAGTGTTTCTTTGGC  GCCCCACAACGTGCAGCACT  TP53  TGCCTTCCGGGTCACTGCCAT  CGGCAAGGGGGACAGAACGTT  GAPDH CATGAGAAGTATGACAACAGCCT AGTCCTTCCACGATACCAAAGT Reverse  BLM  GTGTGCCCACTTTCCCGGTTCA  CCAGGCGTCTGCACCCCATT  RPA2  AGGGGCTGGCAGAGCGGTAT  TGACGGCAGAAGTCGCGCAC  RAD51 CAAGCTCTCGAGCTCCCGTCTTG  GCCCGCGTCGACGTAACGTATC  XRCC2 ACCGGCGGCCTTGTTCCCATCT  TCGGGGCGATGTGTAGTGCCT  BRCA2 AGGAAACGGGCTCGGAGGTCT  TGGTAGTGGGCGGGGCTGTTA  CCNE2 GGAACCCATGACCCCCAGTCGT  GGTGAGGAGTTGCTGCGCGTA  CCNA2 GGAGAAACAAACTGGCTGGGGCG TCGCTCACTAGGTGGCTCAGCTT  TP53 TGAAAATACACGGAGCCGAGAGCC CGTGCTTTCCACGACGGTGACA GAPDH AGGTCGGAGTCAACGGGTGAGT CAGCTACCCTGCCCCCATACGA 
